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The Bialowieza Primeval Forest (52 o 45'53''N, 23 o 51'39''E) covers an area of 31 approximately 1500 km 2 and straddles the border between Poland and Belarus. It is 32 characterised by stands of trees that are considered to be representative of those once 33 present over much of prehistoric northern Europe (Falinski, 2003) and supports a wide 34 variety of native European fauna, although management as a game reserve in previous 35 centuries has led to the extinction of some predators (such as the bear) and the 36 introduction of some non-native species (Sidorovich et al., 1996) . Its most famous 37 "charismatic megafauna" is the European Bison, Bison bonasus and this species plays a 38 significant role in maintaining the ecology of the forest (Jaroszewicz et al. 2009 ). There 39 are two populations of bison, one in the Belarus part of the forest and the other in the 40 Bialowieza National Park (BNP), a 100 km 2 area of commercially unexploited forest on 41 the Polish side of the border. The bison in the BNP are separated from farmland and 42 domestic animals and their numbers are controlled to some extent by provision of 43 winter fodder and culling. The native bison herd was exterminated in 1918 and re-44 established using twelve animals (some of which were descendants of the Bialowieza 45 bison) from zoological gardens in the 1950s. As a result of this process, the herd has 46 very limited genetic diversity, with mitochondrial DNA studies indicating only three haplotypes (Wójcik et al., 2009) 
